The diversity of endophytic bacteria colonizing the roots of an invasive plant, a pioneer plant, and an endemic plant from varied plant communities developing in a lead-zinc mine tailing pond, southwestern China, was analyzed by the culture-independent method. A total of 1650 16S rDNA sequences were screened for the establishment of four clone libraries, from the pure stands of Arthraxon hispidus (L S-Ah ) and Ageratina adenophora (L S-Aa ), and a mixed stand of A. adenophora (L C-Aa ) and Alnus nepalensis (L C-An ) (co-dominant community), respectively. Phylogenetic analysis revealed that the sequences were clustered into at least 17 phylogroups, which consisted of alpha, beta, gamma, delta subclasses of the Proteobacteria, Gemmatimonadetes and unclassified bacteria Candidatus Saccharibacteria. The dominant phylum was Proteobacteria (50.49% of the total clones), and the dominant genus was Candidatus Phytoplasma (19.94% of the total clones). The invasive plant (A. adenophora) accumulated more parasitic endophytic bacteria (Phytoplasma) than the other two native plants. Phylogenetic structures of the four 16S rDNA clone libraries were distinct with their similarity indices being less than 0.5. The results also revealed that the dominant phyla and dominant genera in the four clone libraries varied a lot, and the endemic grass harbored a higher diversity of endophytic bacteria than the pioneer and invasive plants, the host-specificity took a more important role in shaping the endophytic bacteria community than the habitats in the metal stressed environment.
170 The Shannon indices of the 16S rDNA clone libraries were also calculated using the Mothur program. The 171 similarity indices (θ) between any two 16S rDNA clone libraries based on membership and structure were 172 estimated with SONS program (Schloss & Handelsman, 2006 180 concentrations in soils were 20014.1 mg kg-1, 5558.9 mg kg-1 and 41.7 mg kg-1, respectively, which were 181 much higher than the normal range of plant growth. 182 183 Summary of the Sequencing Data for each Clone Library 184 A total of 1831 clones from the roots of the 3 plant species were obtained. All sequences were analyzed for the 185 presence of chimera by the Chimera Bellerophon program (Mothur, version 1.24.1), and a total of 201 chimeras 186 were found. These chimeric sequences were excluded from the subsequent sequence analysis as well as the 187 community structure analysis. According to the OTU-based approaches of Mothur program, sequences from the 188 different libraries were grouped into OTUs at a cutoff level of 0.03. The 1650 sequences were grouped into 588 189 OTUs for the phylogenetic analysis. The number of 16S rDNA clones, chimeric sequences and OTUs from each 190 library was shown in Table 2 .
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Soil physical-chemical properties (mg kg-1) Om (g kg-1) Relative abundance (%) represents the ratios of the numbers of sequences in a given phylogroup to the total sequenced clones of all 4 libraries, and then the proportional in each library was calculated using the ratio of the numbers of sequences from a specific library to the sequenced clones in a given phylogroup.
